Figure S1: Electron density maps for the two PIP 2 molecules. (A) Electron density map (2F O -F C at =1) for the substrate PIP 2 . (B) Electron density map (2F O -F C at =1) for the second PIP 2 molecule, which binds at the interface between the ABD, iSH2 and kinase domains.
: Alignment of activation loops from PI3K structures. 4OVU is shown in teal, 4OVV is shown in red, 4JPS is shown in blue, 4L1B is shown in yellow, 4A55 is shown in magenta. All the PI3K structures have the activation loop in a similar conformation, with the exception of 4A55, which is influenced by inhibitor binding in the structure. 337  347  357  367  377  387  397  407  417  427  437  447  457  467  477  487  497  507  521  531  541  551  561  571  581 
